The basic building blocks of the three-dimensional structure of the title compound, C 22 H 19 N 3 O, are helical chains running along the [101] direction and formed by O-HÁ Á ÁN hydrogen bonds. C-HÁ Á ÁO hydrogen bonds between chains generate sheets which are then joined together by C-HÁ Á ÁN hydrogen bonds. The two-and three-dimensional structures also feature two sets of C-HÁ Á Á(ring) interactions.
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Structure description
Imidazole derivatives have intensive synthetic interest due to their important biological activities, and many of these compounds are candidates for drug development (Romero et al., 2014) . On the other hand, the chemistry of imidazole and its pharmacological actions have attracted many chemists and biologists (Kumar, 2010; Shalini et al., 2010; Bhatnagar et al., 2011) . In this context we report here the synthesis and crystal structure of the title compound.
In the title molecule (Fig. 1) , the 4-pyridyl ring makes a dihedral angle of 36.43 (9) with the imidazole ring. The dihedral angles between the imidazole and the C9-C14 and C15-C20 rings are, respectively, 81.98 (5) and 37.94 (6) .
In the crystal, molecules form helical chains running parallel to [101] through O1-H1Á Á ÁN2 i hydrogen bonds (Table 1) . These chains are linked into sheets parallel to (101) by C5-H5Á Á ÁO1 ii hydrogen bonds and the sheets are further associated into a threedimensional layer structure through C13-H13Á Á ÁN3 iii hydrogen bonds (Table 1 and Figs. data reports 2 and 3). The two-and three-dimensional structures also feature two sets of C-HÁ Á Á(ring) interactions (Table 1 and 
Synthesis and crystallization
Benzil (1.06 g; 5 mmol), 4-pyridaldehyde (535 mg, 5 mmol), ammonium acetate (390 mg, 5 mmol) and monoethanolamine (305 mg, 5 mmol) were added to diethyl ammonium hydrogen sulfate (0.342 g, 2 mmol) in an oil bath at room temperature. The resulting mixture was heated at 373 K for an appropriate time. The reaction was monitored by TLC until completion, then washed with water. The resulting solid product was purified by recrystallization from ethanol solution.
Figure 2
Detail of the intermolecular interactions, with O-HÁ Á ÁN and C-HÁ Á ÁN hydrogen bonds shown, respectively, as red and blue dotted lines. The C-HÁ Á Á(ring) interactions are shown as orange dotted lines.
Figure 3
Packing viewed along the a axis, with intermolecular interactions shown as in Fig. 2 . All H-atom parameters refined Á max , Á min (e Å À3 ) 0.20, À0.20
Computer programs: APEX3 and SAINT (Bruker, 2016) , SHELXT (Sheldrick, 2015a), SHELXL2014 (Sheldrick, 2015b), DIAMOND (Brandenburg & Putz, 2012) and SHELXTL (Sheldrick, 2008) .
Figure 1
The title molecule, showing the atom-labeling scheme and 50% probability displacement ellipsoids. Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C9-C14 phenyl ring.
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Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 0.0306 (7) 0.0267 (7) 0.0294 (7) −0.0049 (5) 0.0015 (5) 0.0018 (5) C1 0.0207 (7) 0.0202 (7) 0.0163 (7) 0.0000 (5) 0.0000 (5) −0.0018 (5) C2 0.0185 (6) 0.0207 (7) 0.0179 (7) 0.0003 (5) 0.0004 (5) 0.0001 (5) C3 0.0203 (7) 0.0206 (7) 0.0190 (7) 0.0001 (5) 0.0004 (5) −0.0004 (5) C4 0.0207 (7) 0.0214 (7) 0.0160 (7) 0.0003 (5) −0.0013 (5) 0.0007 (5) 0.0247 (7) 0.0247 (7) 0.0197 (7) −0.0008 (6) 0.0023 (6) −0.0008 (5) C9 0.0218 (7) 0.0220 (7) 0.0157 (7) −0.0022 (5) 0.0024 (5) −0.0003 (5) C10 0.0237 (7) 0.0338 (8) 0.0377 (9) 0.0218 (7) 0.0258 (8) 0.0032 (7) 0.0024 (6) −0.0017 (6) C14 0.0236 (7) 0.0253 (7) 0.0232 (8) 0.0005 (6) −0.0022 (6) −0.0019 (6) C15 0.0226 (7) 0.0209 (7) 0.0216 (7) 0.0013 (5) 0.0036 (5) −0.0002 (5) (9) 0.0336 (9) −0.0089 (7) 0.0068 (7) −0.0011 (7) C18 0.0360 (9) 0.0358 (9) 0.0344 (10) −0.0050 (7) 0.0125 (7) 0.0068 (7) C19 0.0345 (9) 0.0375 (9) 0.0260 (9) 0.0012 (7) 0.0042 (7) 0.0079 (7) (18) 
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